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RAW SEQUENCE LISTING DATE: 12/28/2000 

PATENT APPLICATION: US/09/3 3 1 , 6 3 1A TIME : 013:00:58 

Input Set : A:\CULLN2 3SEQ.txt 

Output Set: N:\CRF3\12 2 82 00 0\I3 316 31A.raw 

4 <110> APPLICANT: Manners, John M. 

5 Marcus , John Pan L 

6 Goulter, Kenneth C. 

7 G re (in, Jodie L. 

9 < J 2 0 > T I TLE OF T N V E N I T ON: ANTTMI CROB1 AL P ROTE T N S 

12 <130> FILE REFERENCE: CULLN2 3 . 001APC 

C--> 14 <14 0> CURRENT APPLICATION NUMBER: US/09/3 3 1 , 6 3 1A 

C--> 14 <141> CURRENT FILING DATE: 1999-06-21 

1 4 < 1 5 0 > PR1 0 U A P P I j 1 CAT T O N NU MR K R : P CT/A 097/00874 
15 <151> PRIOR FILING DATE: J 997 -12 -22 

17 <150> PRIOR APPLICATION NUMBER: AO PO 4275 

1 8 <1 5 1> PRIOR F I LI NG DATE : 1996-12-20 
20 <160> NUMBER OF SEQ ID NOS : 40 

2 2 < 1 7 0 > SO F TWA RE : Fa s t s E 0 f or W i n ciows version 3.0 
24 <210> SEQ ID NO: 1 

2 5 <211> LENGTH: 0 66 

26 <-212> TYPE: PRT 

27 <213> ORGANISM: Macadamia in teg r if olia 

2 9 <4 0 0> SEQUENCE: 1 

3 0 Met Ala He Asn Thr Ser Asn Leu Cys Scr" Leu Leu Phe Leu Le t Ser 

31 1 - 5 10 15 

32 Leu Phe Leu Leu Ser A 1 hr Thr Val Ser Leu Ala Glu Ser Glu Phe Asp 
J3 20 25 30 

34 Arg GLn Glu Tyr Glu Glu Cys Lys Arg Gin Cys Met tM.» Leu Glu Thr 

35 35 40 4 5 

36 Ser Gly Gin Met Arg Arg Cys Val Ser Gin Cys A^p Lys Arg Phe Glu 

37 50 55 hu 

38 Glu Asp He Asp Trp Ser Lys Tyr Asp Asn Gin Glu Asp Pro Gin Thr 

39 6 5 7 0 75 80 

4 0 Glu Cys Gin Gin Cys Gin Arg Arg Cys Arg Gin Gin Glu Sr Gly Pro 

41 85 90* 95 

42 Arg Gin Gin Gin Tyr Cys Gin Arg Arg Cys Lys Glu lie Cys Glu Glu 
4 3 100 10 5 * 110 

4 4 Glu Glu Glu Tyr Asn Arg Gin Arg Asp Pro Gin Gin Gin Tyr Glu Gin 

4 5 115 120 125 

■16 Cys Gin Lys His Cys Gin Arg Arg Glu Thr Glu Pro Arg His Met Gin 

4 7 1 30 1.35 140 

48 Thr Cys Gin Gin Arg Cys Glu Arg Arg Tyr Glu Lys Glu Lys Arg Lys 

4 9 145 150 155 " 160 

50 Gin Gin Lys Arg Tyr Glu Glu Gin Gin Arg Glu Asp (M.u Glu Lys Tyr 

51 16 5 170 175 

52 Glu Glu Arg Met Lys Glu Glu Asp Asn Lys Ary Asp Pro Gin Gin Arg 

53 180 185 190 

54 Glu Tyr Glu Asp Cys Arg Arg Arg Cys Glu Gin Gin Glu Pro Arg Gin 

55 195 ' 200 205 

56 Gin His Gin Cys Gin Leu Arg Cys Arg Glu Gin Gin Arg Gin His Gly 

57 210 215 220 



RECEIVED 

JAN 08 2001 

ENTERED 
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63 



8 5 



9 3 



RAW SEQUENCE LISTING 

P AT E NT APPLICATION: US/09/331,63 1A 



DATJfi: .12/28/2000 
TIME: 03:00:53 



Input- Set : A:\CULLW23SEQ.txt 

Output Set: N:\CRF3\12282000\I33163lA.raw 

58 Arcj 01 y Gly Asp Met Met. Ann Pro Gin Arg Gly Gly Ser Gly Arg Tyr 

59 225 230 235 ' " 240 

60 GJ.u Glu Gly Gin Glu Glu Gin Ser Asp Asn Pro Tvr Tyr Phe Asp Glu 

61 245 250 255 

6 2 Arcj Ser Leu Ser Thr Arg Phe Arg Thr Glu Glu Gly His He Ser Val 



260 



265 



270 



64 Leu G.lu Asn Phe Tyr Gly Arg ser Lys Leu Leu Arg Ala Leu Lys Asa 

65 275 280 285 

66 Tyr Arg Leu Val Leu Leu Glu Ala Asn Pro Asn Ala Phe Val Leu Pro 

67 290 ^ 295 300 

6 8 Thr ills Leu Asp Ala Asp Ala lie Leu Leu Val lie Gly Gly Arg Gly 
69 305 310 315 320 

7 0 Ala Leu Lys Met lie His His Asp Asn Arg G.lu Ser Tyr Asn Leu Glu 
71 325 330 335 

7 2 Cys Gly Asp Val lie Arg lie Pro Ala GLy Thr Thr Phe Tyr Leu lie 

340 34 5 3 50 

74 Asn Arg Asp Asn Asn Glu Arg Leu Llis lie Ala Lys Phe Leu Gin Thr 

75 355 360 365 

76 lie Ser Thr Pro Gly Gin Tyr Lys GJ.u Phe Phe Pro Ala Gly Gly Gin 

77 370 375 380 

7 8 Asn Pro Glu Pro Tyr Leu Ser Thr Phe Ser Lys Glu lie Leu Glu Ala 

79 385 390 395 400 

80 Ala Leu Asn Thr Gin Thr Glu Lys Leu Arg Gly Val Phe Gly G.1 n Gin 

81 405 410 * 415 

8 2 Arg Glu Gly Val He He Arg Ala Ser Glu Glu Gin lie Arg Glu Leu 
0 3 4 20 42 5 4 30 

84 Thr Arg Asp Asp Ser Glu Ser Arg His Trp His He Arg Arg Gly Gly 



4 3 5 



4 40 



441 



86 Glu Ser Ser Arg Gly Pro Tyr Asn Leu Phe Asn Lys Arg Pro Leu Tyr 

87 4 50 4 55 460 

88 Ser Asn Lys Tyr Gly Gin Ala Tyr Glu Va J. Lys Pro Glu Asp Tyr Arg 

89 465 470 475 • 480 

90 Gin Leu Gin Asp Met Asp Leu Ser Val Phe He Ala Asn Val rhr Gin 

91 4 85 4 90 495 

92 Gly Ser Met Met: Gly Pro Phe Phe Asn Thr Arg Ser Thr Lys Val Val 



500 



50 5 



510 



94 val Val Ala Ser Gly Glu Ala Asp Val Glu Met Ala Cys Pro His Leu 

95 515 520 525 

96 Ser Gly Arg, His Gly Gly Arg Gly Gly Gly Lys Arg His Glu Glu Glu 

97 530 535 540 

98 Glu Asp Val His Tyr Glu Gin Val Arg Ala Arg Leu Ser Lys Arg Glu 

99 545 550 555 560 

100 Ala He Val Val Leu Ala Gly His Pro Val Val Phe Val Ser Ser Gly 

101 56 5 570 575 

102 Asn Glu Asn Leu Leu Leu Phe Ala Phe Gly He Asn Ala Gin Asn Asn 

103 580 535 ' 590 

104 His Glu Asn -Phe Leu Ala Giy Arg Glu Arg Asn Val Leu Gin Gin He 

105 595 600 605 

10 6 Glu Pro Gin Ala Met Glu Leu Ala Phe Ala Ala Pro Arg Lys Glu Val 



M 08 200! 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/3 3 1 , 6 3 1A 



DATE: 12/28/200 0 
TIME: 08:00:53 



Input Set : A:\CULLN2 3SEQ.txt 

Output Set: N:\CRF3\12 2 8 2000\l3 31631A.raw 



.10 7 

1 0 8 
1 0 9 

no 
111 

1.1 2 
1.1 3 
115 
1.16 
117 
.1.18 
120 
.1 2 3. 

12 2 
124 
125 
127 
123 
'129 

13 0 
131 
132 
13 3 
134 
135 
:i 36 
1 37 

13 8 
1.39 
140 
141 
142 

14 3 
I 4 4 
.14 5 
1 46 
147 
148 
! 49 
1 50 
151 
152 
153 
.154 
155 
156 
157 
158 
159 



610 

Glu Glu Sor Phc Asn 
625 

Arc; Gin His Gin 



Lou val Sor Ho 
6C0 
NO : 2 
2171 
DNA 



G 1 n 
64 5 
Leu 



615 

Sor Gin Asp Gin Sor lie 
6 30 6 35 

Gin Scr Pro Arg Sor Thr 
650 

Asp phe val Gly Phe 



620 

Phc Phc Pro Gly Pro 
640 

Lys Glu Gin G.ln Pro 
655 



Gly 
665 



<210> 

<211> 

<212> 

<213> 

<220> 

<221> 

<222> 

<221> 

<222> 

<4 00> 
a tg 9 eg a Lea 
tctacgaoag 
cqqcaa Lqca 
aagaya.tttg 



S EQ ID 
LENGTH: 
TYPE 

ORGAN ISM 
FEATURE: 
NAME/KbJY 
TjOCATIOH 
NAME/KEY 
LOCATION 
SEQUENCE : 2 

atacatcaaa 
tgtotcttgc 
Lqcaq Ltqqa 
aayayqatat 



gaatgecaac aatyceagag 
tactgeoaac gaegctgeaa 



gatccacagc 
eg teacatge 
caacaaaaga 
aaggaagaag 
tycgaacaae 
agyeaacacg 
gaggagygag 
aeaagg tLea 
aaqcttc:tao 
ttcgtgct.ee 
gccctcaaaa 
a tcagaat.ee 
caca tageca 
gc tggaggco 
gcgcl" caaca 
a taa t taggg 
caotggcata 
aqgccaotg t 
caactccaag 
ggtcecttct 
g LggaaaLgg 
catgaggagy 
gccattgttg 
clyct ttttg 
gagagqaacg 
agyaacigayg 



Mac a ciam.i a in te g r i f o 1 la 

sig_peptide 
(1) ■ • • (85) 
ma t_poptide 
(86) . . . (1999) 
2 

r.ttatgtLct cttctetttc 
tgaoagtgau tttgacagqo 
gaca t ca q g c ca ga t u eg t c 
a g a 1 1 gg t c 1: a a g t a t g a t a 
gcgatgeagq cagcaggaga 
g ga a a ta t g t . g a a ga a cj aa g 
geaatgtcag aagcactgcc 
acaacyetge gagaygayat 
g ca a ca a r g t g a a cj ac g a a g 
cga tcca ca a ca aa ga ga g t 
tcagcagcac cagtgccagc 
c g a ta tg a t g a a ccc t ca g a 
aagegacaac ccctactact 
a gg cca c a te tea g ttc t.g g 
a a a c t a t c g e 1 1 g g t q c : t c e 
gga tg ca g a t gc ca ttc t c t 
cgacaacaga gaatcetaca 
caca ttc Lac ttaa tcaaee 
g a cca t a tec aetcctggcc 
g cc g t a e c t c a g t a c c 1 1 c a 
g a a gc t g eg t g g g g tgt L ty 
gcagatcagg gagttgaotc 
tggtgaatca agcaggggac 
ataeggtcaa gectaegaag 
ateggtttte a tageca acg 
gtctacaaag gt.ggtagt.gg 
cttgtcggga agacaeggeg 
gcactatgag caggttagag 
tcatccegtc gtcttcgttt 
c a a t gc c ca a a a c a acca eg 
qatagageca c a g g c a a t g g 
atttaacagc caggaccagt 



agcaataeya 
aaaca tgt ca 
gata t.gaaga 
a t a a c a a a c g 
aggagecaeg 
gcegaggtgg 
aagaggagca 
ggacogagga 
gcgcactaaa 
otacccactt 
tgatccacca 
eagctggaac 
agt tcttaca 
aaaacceaga 
cacaaacaga 
cgt caca gga 
taaggagagy 
actccaucaa 
acatgga- tt 
tcaacact.ag 
catgcccLea 
aagaggatgt 
ttctggcagg 
ca tt tgga at. 
t getgeagea 
Lagaagag tc 



tectttcact 
aggaa tatga 
ggtgtgtgaq 
aceaagagcra 
g tggcecacg 
aagaatataa 
aaeggegega 
atyaaaagcra 
agaaatat.ga 
aegaagac tq 
taagatgccg 
ggggaggcug 
togacgaacg 
agaae ttcta 
tcgaggctaa 
tygtcatayg 
acctcgagtg 
gagacaacaa 
a a tacaagga 
geaaagaga t 
gaeagcaaag 
gagatgaetc 
cttaeaa Lot 
tcaaacctga 
tcacccaggg 
tggetag tgq 
gccgeggt.gg 
cacgtttgtc 
cateeggaaa 
agaacttcct 1 
agetagegt t 
c La Let tot L 



et tec ttc tg 
ggagtgeaaa 
Lcagtqcga L 
tec Lea g a eg 
Loagcaaeaa 
ccgaeaaegt 
gaeagageca 
gaaaogtaag 
agag cgaatg 
ceqgaggcqc 
agageagcag 
oggcagatae 
a a get taagt 
tgq tag at cc 
ccccaaegec 

agggagagga 

tggagacgta 
cgagaggote 
attcttecca 
tetegagqet 

qq^qqg^g tg 

agag tea cga 
q t tcaacaaa 
ggactacagg 
atceatgatg 
agaggeagat 
aggaaaaagg 
gaaga gagag 
cgagaaeetg 
cgeggggaga 
tgeegctoca 
tcctgggecc 



60 
1 20 
180 
24 0 
300 
3h0 
4 20 
480 
54 0 
60 0 
6 60 
720 
780 
840 

yoo 

960 
1020 
1080 
1140 
1200 
12 60 
1320 
1380 
144 0 
15 00 
1560 
1620 
1680 
174 0 
18 00 
1 860 
1.920 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/3 3 1 , 6 3 1A 



DATE: .12/28/2000 
TIM* : 08:00:53 



f nput; Set : A:\CULLN23SEQ.txt 
Output. Set: N:\CRP3\122 8 20 0 0\I3 316 3lA.xaw 



160 


aqcjcaqcacc 


agcaacagtc gcccegctoc accaageaac 


aacagcctct 


eg to tec a tt 


1 6 .1 


ctgyacLtcg 


t tggct Lo- 


ta aagttceaca aaaaagagtg 


tgtta tgtag 


ta tiaggt tag 


lb 2 


taqctcetaq 


ot c gg t y tat ga q a <j t.q q t 


j aqagaotaag 


acqc taaatc 


cctaaqtaac 


16 3 


taacctqgcg 


agct 


t g c g t g t a t g c a a a t 


i aagaqgaaca 


getttccaac 


tt taaaaaaa 


164 


aaaaaaaaaa 


a 


























166 


<210> SI0O ID 


NO : 


3 
























167 


<211> LENGTH 


: 666 
























16 8 


<2.12> TYPHI: 


PHT 


























16 9 


<213> ORGAN! SW : 


Macadam la in teg r if ol la 














171 


<220> FEATURE: 


























172 


<221> NAME /KEY : 


SIGNAL 






















17 3 


<2 22> LOCATION: 


O). 


. . (28) 




















175 


<221> NAME/KEY: 


PEPTIDE 






















1.7 6 


<2 22> LOCATION: 


(29) 


...(606) 




















17 3 


^4 00> SEQUENCE: 


3 
























.17 9 


Met Ala lie 


Asn 


Thr 


Ser 


Asn 


Leu 


Cys 


Ser 


Leu 


Leu 


Phe 


Leu 


Leu 


Ser 


180 


1 




5 










10 










15 




181 


Leu Plie Leu 


Leu 


Ser 


Thr 


Thr 


Val 


Ser 


Leu 


Ala 


Glu 


Ser 


Glu 


Phe 


Asp 


182 




20 










2 5 










3 0 






183 


Arcj Gin Glu 


Tyr 


Glu 


Glu 


cys 


Lys 


Arg 


Gin 


Cys 


Met 


Gin 


Leu 


Glu 


Thr 


184 


3 5 










4 0 










4 5 








18 5 


Ser Gl y Gin 


Met 


Arg 


Arg 


Cys 


Vai 


Ser 


Gl.n 


Cys 


Asp 


Lys 


Arg 


Phe 


Gl u 


186 


50 








55 










GO 










187 


Glu Asp lie 


Asp 


Trp 


Ser 


Lys 


TV X' 


Asp 


Asn 


Gin 


Asp 


Asp 


Pro 


Gin 


Thr 


188 


6 5 






70 










7 5 










80 


1 8 0 


Asp Cys Gl.ii 


Gin 


Cys 


Gin 


Arg 


Arg 


Cys 


Arg 


Gin 


G 1 n 


G iu 


Ser 


G ly 


Pro 


1 <: >0 






8 5 










90 










95 




19.1 


Arg Gin Gin 


Gin 


Tyr 


Cys 


G.ln 


Arq 


Arg 


Cys 


Lys 


Glu 


T ie 


Cvs 


Glu 


Giu 


1 9 2 




100 










105 










1 1 0 






1 9 3 


Glu Glu Glu 


Tyr 


As n 


Arg 


Gin 


Arg 


Asp 


Pro 


Gin 


Gin 


G In 


Tyr 


Glu 


Gin 


t 94 


115 










120 










12 5 








1 9 5 


Cys Gin Glu 


Arg 


Cys 


Gin 


Arg 


Ills 


Giu 


Thr 


G * \s 


Pro 


Arg 


H is 


Met 


Gin 


196 


130 








135 










14 0 










197 


Thr Cys Gin 


Gin 


Arg 


Cys 


Giu 


Arg 


Arg 


Tyr 


GlU 


Lys 


Clu 


Lys 


Arg 


Lys 


1 9 3 


.US 






150 










155 










160 


1 9 9 


Gin Gin Lys 


Arg 


Tyr 


Glu 


G.l u 


Gin 


Gl u 


Arg 


Glu 


Asp 


Giu 


Gl U 


Lys 


Tyr 


200 






16 5 










170 










175 




201 


Glu Glu Arq 


Met 


Lys 


Glu 


Glu 


Asp 


Asn 


Lys 


Arg 


Asp 


Pro 


Gin 


Gin 


Arg 


292 




J 80 










185 










190 






20 3 


Glu Tyr Glu 


Asp 


Cys 


Arg 


Arg 


Arg 


Cys 


Glu 


Gin 


Gl n 


Giu 


Pro 


Arg 


Gin 


204 


1.95 










200 










205 








20 5 


Gl.n Tyr Gin 


Cys 


Gin 


A rg 


Arg 


Cys 


Arg 


Glu 


Gin 


Gl n 


Arg 


Gin 


His 


Gly 


206 


210 








215 










22 0 










207 


Arg Gly Gl.y 


Asp 


Leu 


Tie 


Asn 


P ro 


Gin 


Arg 




Gly 


Ser 


Gly 


Arg 


Tyr 


203 


225 






2 30 










235 










240 


209 


Glu Glu Gly 


Glu 


Glu 


Lys 


Gin 


Her 


Asp 


Asn 


Pro 


Tyr 


Tyr 


Phe 


Asp 


Glu 


210 






24 5 










250 










255 




2 1 1. 


Arg Ser Leu 


Ser 


Thr 


Arg 


Phe 


Arg 


Th r 


Glu 


Glu 


Gly 


1! is 


Tie 


Ser 


Val 


212 




260 










26 5 










270 







1980 
204 0 
210 0 
216 0 
2171 



RECEIVED 

M 0 8 200! 
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KAW SEQUENCE LISTING 

P AT EM T AP P 1, J. CAT ION : US/09/3 3 1 , 6 3 LA 



DAT J:!: .12/2 8/200 0 
TIME: 08:00:58 



rnpuL Set : A:\CULLN23SEQ.txt 

Output Set: N:\CRF3\12282000\I33163lA.raw 



213 Lea Glu Asn Phe Tyr Gly Arg Ser Lys Leu Leu Ary Aid Leu Lys Asn 

214 2 75 2 80 2 3 5 

2 15 Tyr Arg Leu Val Leu Leu GJ.u Ala Asn Pro Asn Ala Phe Val Leu Pro 

216 290 29 5 300 

217 Thr His Leu Asp Ala Asp Ala lie Leu Leu Val Thr Gly Gly Arq Gly 

218 305 '. 310 315 320 
2 .1 9 A 1 a L e u L y s M e t 1. 1 e His Arq Asp Asn a r y Glu S e r ' 1 y r Asn Le u G 1 u 

220 325 3 30 3 35 

221 Cys Gly Asp Val Lie Arg Tie Pro Ala Gly Thr Thr Phe Tyr Leu Me 

222 340 345 350 

223 Asn Arg Asp Asn Asu Glu Arq Leu His He Ala Lys Phe Leu Gin Thr 

224 355 360 36 5 

22 5 He Ser Thr Pro Gly Gin Tyr Lys Glu Phe Phe Pro Ala Gly Gly Gin 
2 26 370 375 jBO 

22 7 Asn Pro Glu Pro Tyr Leu Ser Thr Phe Ser Lys Glu lie Leu Glu Ala 

228 385 390 395 400 

229 Ala Leu Asn Thr Gin Ala Glu Arg Leu Arg Gly Val Leu Gly Gin Gin 

230 405 410 415 

2 3.1 Arg Glu Gly Val He Tie Ser Ala Ser Gin Glu Gin Tie Arg Glu Leu 

232 '120 425 430 

233 Thr Arg Asp Asp Ser Glu Ser Arg Ary Trp His Tie Ary Arg Gly Gly 
2 34 4 35 440 44 5 

23 5 Glu Ser Ser Arg Gly Pro Tyr Asn Leu Phe Asn Lys Arg Pro Leu Tyr 
236 450 455 460 

23 7 Ser Asn Lys Tvr Gly Gin Ala Tyr Glu Val Lys Pro Glu Asp 'jyr Ary 
2 38 46 5 4 70 475 4 80 
2 39 Gin Leu Glu Asp Met: Asp Val Ser Val Phe Tie Ala Asn lie Thr Gin 

240 4 85 490 4 95 

241 Gly Ser Met Met Gly Pro Phe Phe Asn Thr Arg Ser' Thr Lys Val Val 

24 2 50 0 505 510 

24 3 Val Val Ala Ser Gly Glu Ala Asp Val Glu Met Ala Cys Pro His Leu 
24 4 515 520 525 

24 5 Ser Gly Arg His Gly Gly Arg Arg Gly Gly Lys Arg Hjs Glu Glu Glu 
24 6 53 0 5 35 54.0 

24 7 Glu Asp val His Tyr Glu Gin Val Lys Ala Arg Leu ser Lys Arg Glu 

248 54 5 5 50 555 ' 560 

249 Ala He Val Val Pro Val Gly His Pro Val val Phe Val Ser Ser Gly 

250 565 570 575 

2 51 Asn Glu Asn Leu Leu Leu Phe Ala Phe Gly Tie Asn Ala Gin Asn Asn 

252 580 585 " 590 

253 His Glu Asn Phe Leu Ala Gly Arg Glu Arg Asn Val Leu Gin Gin He 

254 595 ' 600 " 605 

25 5 Glu Pro Gin Ala Met Glu Leu Ala Phe Ala Ala Pro Arg Lys Glu val 

256 6.10 6.1 5 620 

257 Glu Glu' Leu Phe Asn Ser Gin Asp Glu Ser lie Phe Phe Pro Gly Pro 

258 6 25 630 6 35 64 0 

259 Arg Gin His Gin Gin Gin Ser Ser Arg Ser Thr Lys Gin Gin Gin Pro 

260 64 5 650 655 

261 Leu Val Ser He Leu Asp Phe Val Gly Phe 



Please Note: 

Use of n and/or Xaa have been detected in the Sequence Listing. Please review the 
Sequence Listing to ensure that a corresponding explanation is presented in the <220> to 
<223> fields of each sequence which pres nts at least one n or Xaa. 
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VERIFICATION SUMMARY 

PAT hi NT APPLICATION: US/09/3 3 1 , 6 3 1A 



DAT ft : .12/28/2000 
TIME: 08:00:59 



Input. Set : A:\CULLN2 3SEQ.txt 

Output. Set: M:\CRF3\12 2 8 2000\l3 316 3lA.raw 



L:14 M:270 C: Current Application Number differs, Replaced Current Application No 
L : .1 4 H : 2 7 1 C : Currcn t r< 11 i ng Da to d i 1 f crs , Rep la cod Cu r: ran t F i 1 i n g Da tc 
1:1.144 M:341 W: (46) " n " or "Xaa" used/ for SEQ ID?: 27 

1:12 38 M:258 W: Mandatory feature missing, <221> not found tor SEQ UH ; 31 
1:1238 M:258 W: Mandatory feature missing, -;222> not found for SEQ ID# : 31 
1 : 1 2 3 8 M : 3 4 0 W : (46) " n '' or " Xa a " used: Fea tu re r eg u. ired , for S HQ I D p : 3 1 
1:1240 M:258 W: Mandatory bedlure mxssinq, -;2 21> not found for SEO IDS: 3.1 
1:124 0 M:258 W: Mandatory Feature 1 missing, -:2 22> not found for SEQ TD#: 31 
M:340 Repeated in SeqNO™3.l 

L : 1 2 * 3 M : 2 5 8 W : Ma nd a to ry Fe a i. u re mi s s 1 n g , <2 2 1> not ton nd lor SEO I D ft : 3 2 
L:1253 1-1:258 W: Mandatory Feature missing.. -;222> not found for SEO IDs: 32 
J.. : 1 2 5 3 H : 3 4 0 W : (46; " n " or " Xa a " used : Pea t u re. req u ired . f o r S 8Q i D if : 32 
L:1255 M:258 W: Mandatory Feature missing, <221> not found tor SEQ iDft: 32 
T , : 1 2 5 5 M : 2 5 H W : Ma n < i a to ry Fe ature missing, < 2 2 2 > not f ou nd t'o r S EQ IDS : 32 
M : 3 4 0 Rep e a ted in S e qN o 3 2 

L : 1 2 68 M : 2 5 8 W : Ma u d a t or y Fe a t u re mi s s i n g , < 2 2 1> n o t f ou nd for S EO IDs : 33 
L:1268 M:258 W: Mandatory Feature missing, <222> not found tor SEQ JDS : 33 
L : 1 2 6 8 M : 3 4 0 W : (46) " n " or " X d a " used: Fea t u re req u i red , for S EQ I D # : 3 3 
1:1270 M:2!38 W: Mandatory Feature m.issing, <22.l> not found for SEQ ID?: 33 
L:1270 M:258 W: Mandatory Feature missing. <222> not found for SEQ IDs : 33 
M : 3 .1 0 Re p e a te d in S e q N o <*■ 3 3 

L:.!284 M:258 W: Mandatory Feature missing, <221> not found for SEO IDS: 34 
1:1284 M:258 W: Mandatory Feature missing, <222> not found for SEQ 1.0$ : 34 
E:12S4 M:340 W: (46) "n" or "Xaa" used: Feature required, for SEQ ID#:34 
t :128b M:258 W: Mandatory Feature mxsslng, <221> not found for SEQ IDs: 34 
Tj:.1286 M:258 W: Mandatory Feature missing, <222> not found for SEQ IDS; 34 
M:340 Repeated in SegNo--34 

L:. 1300 M:258 W: Mandatory Feature missing, <22I> nor found for SEQ ID?: 35 
T.:1300 M:258 W: Mandatory Feature missing, <-222> not found for SEQ iDtf:35 
1:1300 M:340 W: (46) "n" or "Xaa" used: Feature required, for SEQ ID£:3f> 
L:I 302 M:258 W: Mandatory Feature missing, <22.l> not found for SEQ IDS: 35 
E:i302 M:258 W: Mandatory Feature missing, <2 22> not found for SEQ ID#:35 
M:340 Repeated in SeqNo-=35 

L :131b M:258 W: Mandatory Feature missing, <221> not found for SEQ IDS : 36 
1:1316 H:258 W: Mandatory Feature missing, <222> not found for SEQ IDS : 36 
L : 1 3 .1 ( » M : 3 4 0 W : (46) " n " or "Xaa " used : Fea t u re re*qu 1 red , tor SEQ I D # : 3 6 
L : 13.10 M:258 W: Mandatory Feature missing, <221> not found for SEQ IDS : 36 
L:1318 M:258 W: Mandatory Feature missing, <222"> not found for SEQ IDS: 36 
M : 3 4 0 Repe a t ed i n S eqNo- 3 6 

L:. 13 3.1 M:258 W: Mandatory Feature missing, <221> not found for SEQ IDS: 37 
I. : 1 3 3 1 M : 2 5 8 W : Ma n d a t or y F e J.ure missing, < 2 2 2 > not found for S EQ 1" D ff : 3 7 
t:13 31 M: 3-1-0 W: (46) "n" or Vaa" used: Feature required, for SEQ IDS: 37 
1:13 3 3 M : 2 5 8 W : Mandatory Fe a t u re missing, <2 2 1> not: fou n d f or S EQ .IDS : 37 
L:13 33 M:258 W : Mandatory Feature missing, <2 22> not found for SEQ IDS: 37 
M:340 Repeated in SeqNo-=37 

1:1 346 M:258 W: Mandatory Feature missing, <22.1> not found for SEQ IDfi:38 
L:134 0 M:258 W: Mandatory Feature missing, <2 22> not found for SEQ IDS: 38 
L : *l 3 4 6 M : 3 A 0 w : (46) " n " o r "Xaa " u s ed : Fea t u re requ 1 red , for SEQ T D S : 3 8 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/3 3 1 , 6 3 1A 



DAT):! : .1.2/2 3/20 0 0 
TIME: 08:00:59 



L: 134 8 
L: 1 348 
H : J 4 C 
1. : 1 3 f> A 
L : 1 J 6 1 
L : 1 3 C 1 
1. : 1 3 6 3 
L : 1 3 fi 3 
U:340 
L::i376 



M:258 W 
t } : 2 5 8 W 
Repeated 



M:2?-8 
14:2 53 



H: 34 0 W 



14:258 W 
M:258 W 
Repeated 
M:258 W 
L:1376 M:258 W 
L:1376 H:340 W 



Input; S*st : A:\CULLM2 3SEQ.txt 

On* put. Set: N:\CRF3\I2 28 2 0 00\I3316 3lA.xaw 



Ma iid a Lo r y Fe a t u r e 
! I a n d ■:. ' o r y Feature 

In Se ; .o=38 
: K a n d tt t o r y tea cure 
M a n d a t o r y I" : e a t u re 
(46) "is" or "Add" 
t-Jd nd a Lory tea Lure 
Mandatory Fca ture 

in SeqNo-39 
Mandatory Feature 
Mandator y Fed tu r e 
(46) "n" or "Xad" 



missing, <22.1> not found for 3EQ IDs : 38 
missing, <222> not found for SEQ IDs: 38 

miss in g. <221> not found for SEV r D * : 3 9 
missing, --222> not found for SEQ ID#:39 
used: Feature required, for SEQ IDs: 39 
missing, <221> not found for SFtj idi:30 
missing, <222> not tound for SEQ IDS: 39 

missing, <221> not found lor SEQ ID#:40 
missing, <222> not found for SEQ IDk:40 
used: Feature required, for SEO ID": 40 
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